
SUPPLEMENTARY MATERIALS. 1 
 2 

Supplementary Table S1. Distribution of the HIV partial pol sequences available by 3 

municipality and sampling date. The oldest and most recent sampling dates for each 4 
municipality is indicated.  5 

 6 

Supplemental Figure S1. Sampling distribution over time. Bars are colored according to the 7 
region of sampling (in red for the State of Mexico and green for Mexico City).  8 

 9 

Supplemental Figure S2. Relationship between the sampling and the number of clades 10 
identified in each location (A) relationship between clade size and number of 11 

municipalities. Scatter plot showing the association between sampling (number of 12 
sequence/population size) and number of clades (A) and clade size and number of municipalities 13 
(B). Only municipalities with ≥300 sequences are labelled (Panel A).  14 

 15 
Supplementary Figure S3. Size of the HIV clades. Of the 1206 clades, 542 were dyads. The 16 

mean size was 4 sequences [95%CI:2-5]. 17 
 18 
Supplemental Figure S4. Visualization of clades identified and further analyzed for local 19 

phylodynamic dispersal using MicroReact (1). Maximum likeilihood phylogenetic tree  (1)  and 20 

geospatial distribution (B) of all clades of size z≥10 included in the discrete trait analyses. The 21 
sampling date corresponding to all sequences inlucded is plotted in panel (C) See also microreact 22 
project https://microreact.org/project/223ln8u9trx5cqxdaeyfsu. 23 
 24 

Supplementary figure S5. Relative contribution of local and across states (Mexico City and 25 

State) inferred migration transmission events to the local HIV epidemics overtime. 26 
 27 

Supplementary figure S6. Inferred migration events between municipalities by risk groups 28 

in the Mexico City’ metropolitan zone over time. A. Map of the migration events. The thickness 29 
of the arrows reflects the average number of inferred migration events between municipalities. 30 

Municipalities are colored according to the number of sequences in clades (brown tones for 31 

Mexico State and green tones for Mexico City). Arrows are colored according to the risk groups 32 
of the sampled individuals: between heterosexuals (dark blue), from heterosexual to men who 33 

have sex with men (MSM, orange), from MSM to heterosexual (red), between MSM (light blue) 34 



and between other risk groups (grey). B. Relative contribution of local (i.e. within Mexico state 35 

and within Mexico city) and across state (between Mexico city and state) inferred transmission 36 
events by risk group. 37 

 38 

Data. the list of Genbank accession ID of publicly available sequences is made available online 39 
and upon request to the authors..  40 
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Supplementary Table S1. Distribution of the HIV partial pol sequences available by 43 

municipality and sampling date. 44 

  45 



Supplemental Figure S1. Sampling distribution over time.  46 

 47 
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Supplemental Figure S2. Relationship between the sampling (number of 51 

sequences/population size) and the number of clades for each location (A) and 52 
relationship between clade size and number of municipalities (B).   53 

 54 
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Supplementary Figure S3. Size of the HIV clades.  59 

 60 
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Supplemental Figure S4. Visualization of clades identified and further analyzed for local 63 

phylodynamic dispersal using MicroReact (1).  64 
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Supplementary figure S5. Relative contribution of local and across states (Mexico City and 67 

State) inferred migration transmission events to the local HIV epidemics overtime. 68 
 69 
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Supplementary figure S6. Inferred migration events between municipalities by risk groups 72 

in the Mexico City’ metropolitan zone over time.  73 
A.  74 

 75 
B.  76 
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